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Figure S1 Sampling sites in this study. The sampling positions in Anshan, Haicheng, and Yingkou are 

indicated in the square. 

 

 

Figure S2 Pathogens isolated from water and mollusk samples in Anshan, Haicheng and Yingkou. 

 

 



Figure S3 Neighbor-joining tree of 320 concatenated sequences of seven housekeeping genes from V. 

cholerae. The numbers at the nodes represent bootstrap values based on 1000 replications. Red square 

indicates the position of four sequenced strains. The phylogeny was inferred by Neibor-joining method in 

MEGA7.0. The genomes listed in Table S1 in the supplemental material have been included. 

 


